Introduction

56
Numerous population-level studies have been conducted to investigate base-line as well as 57 population specific characteristics of the human gut microbiome. These included human 58 populations from the USA, Netherlands, Belgium, Denmark, Spain, Africa, Venezuela, China, 59 Mongolia, Fiji, Israel and Papua New Guinea (Qin et However, similar information on population-level characteristics of the gut microbiota in a 76 Indian subjects with representative sampling across its geography are limited (Ghosh et al., 77 2013, Shetty et al., 2013 , Dehingia et al., 2015 , Bhute et al., 2016 . Previously, the importance 78 of understanding the complexity and diversity of the gut microbiome in the Indian population 79 was reviewed (Shetty et al., 2013 populations specific features as well as individual-specific microbiota features using extensive 94 phenotyping and measurement of environmental covariates (Falony et al., 2016) . 95 Here, results from the largest standardized collection of the gut microbiota profiles of 96 heterogeneous Indians subjects across geography is presented. The primary focus of the study 97 was to identifying compositional variation, similarities and dissimilarities in gut microbial 98 community structure and identifying the core microbiota across geographic landscape. 99 Furthermore, the underlying variation across the gut microbial community structure was found 100 to be associated with the Prevotella/Bacteroides ratio.
101
Results and Discussion
102
Brief description of the study population 103 The detailed the subject data is described in the original article reporting the LogMPIE study 104 The microbiota composition showed differences at phylum level in individuals from the The x-axis is log transformed for clarity. 189
In the present study, re-analysis of the data was done to gain detailed insight into the core Prevotella is associated with gut microbiota of non-western populations (Falony et al., 2016) . 214 In our study, we identify both of these genera as a part of the Indian core microbiota. These where only a few subjects had exhibited high P/B ratio ( Figure 6A ). The subjects across 233 geographies had a microbiota characterised by high P/B ratio ( Figure 6B ). Additionally, no 234 significant correlation was observed between BMI and age with P/B ratio in the study cohort 235 (Supplementary figure 3) . The differences of P/B ratio between genders (male/female) was also 236 not significant (Supplementary figure 4) . P/B ratio showed significant correlation with the 237 PCoA axis 1 which explained 30.6% of the variation in the microbial community in the study 238 cohort (Supplementary figure 5) . 
Methods
267
Data from LogMPIE
268
The data analysed in this study was obtained from figshare . Detailed 269 information on sample collection and processing for DNA extraction, 16S rRNA gene 270 amplification and sequencing are provided in the original publication . 271 Here, some key points are described. The samples were collected by participants using sterile 272 OMNIgene®•GUT stool collection kit. DNA extraction was done using the QiaAmp DNA 273 Stool Mini Kit (Qiagen, Hilden, Germany). Two primer pairs one of V3 and one for V4 274 hypervariable region of the 16S rRNA gene was used for amplification (Milani et al., 2013, 275 Dubey et al., 2018). The sequencing was done Ion S5 System (Thermo Fisher Scientific, 276 Carlsbad, CA, USA). OTU tables were obtained by processing raw reads following the QIIME 277 workflow on the Ion Reporter Server. OTU picking was done using the 278 pick_closed_reference_otus.py command in QIIME (Caporaso et al., 2010) .
279
Microbial community data handling, analysis and visualisation 280 The relative abundance microbial profiling data and metadata were obtained from ( 
Statistical analysis
289
The dissimilarity in gut microbiota composition between the subjects were investigated using 
299
Core microbiota analysis 300 The core microbiota analysis was done using the blanket approach (Salonen et al., 2012) . In 
Prevotella/Bacteroides ratio analysis
308
The Prevotella/Bacteroides ratio were analysed using the approach described previously 309 (Gorvitovskaia et al., 2016) . The OTU data was aggregated at genus level and used for further 310 analysis.
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